Pulmonary metastasis is the leading cause of mortality in patients with osteosarcoma; however, the underlying mechanism remains unclear. The NAD + -dependent deacetylase, sirtuin 1 (SIRT1), has been reported to play a key role in carcinogenesis through deacetylation of important regulatory proteins. Here, we report that SIRT1 promotes osteosarcoma metastasis by regulating the expression of metastatic-associated genes. The SIRT1 protein was significantly upregulated in most primary osteosarcoma tumours, compared with normal tissues, and the SIRT1 expression level may be coupled with metastatic risk in patients with osteosarcoma. Moreover, the results of cell migration and wound-healing assays further suggested that higher expression of SIRT1 promoted invasive activity of osteosarcoma cells. Importantly, downregulating SIRT1 with shRNA inhibited the migration ability of osteosarcoma cells in vitro and suppressed tumour lung metastasis in mice. Finally, a gene expression analysis showed that knockdown of SIRT1 profoundly activated translation of its downstream pathway, particularly at migration and invasion. In summary, high levels of SIRT1 may be a biomarker for a high metastatic rate in osteosarcoma patients; inhibiting SIRT1 could be a potent therapeutic intervention for these patients.
INTRODUCTION
Osteosarcoma is one of the most common primary malignant bone tumours, particularly in children and adolescents [1] . Although conventional therapies have evolved in the past few decades, the prognosis of patients with osteosarcoma remains poor, with a 5-year survival rate of 65% [2] . In addition, 40-50% of patients with osteosarcoma have metastases detectable at diagnosis [3] . Progression of osteosarcoma is thought to be an outcome of cells migrating away from the primary tumour, surviving in circulation, invading lung tissue and establishing metastatic nodules in the lung [4, 5] . Once patients suffer a metastasis, their 5-year survival rate drops to 17% [6] . Therefore, it is of great importance to selectively block the migratory and invasive abilities of osteosarcoma cells. Targeted therapy of key metastatic molecules is an attractive strategy to inhibit tumour metastasis.
Sirtuins are a family of NAD + -dependent protein deacetylases that exert multiple cellular functions and are conserved from bacteria to eukaryotes [7] . Silent information regulator 2 (Sir2), the first gene discovered in this family, was originally shown to regulate transcriptional silencing at cell-mating loci, telomeres and ribosomal DNA in yeast [8, 9] . The mammalian sirtuin family consists of seven members, sirtuin 1 (SIRT1) to sirtuin 7 (SIRT7), which share a ~275 amino acid catalytic domain with Sir2 and are suspected to have many similar functions as Sir2 [10] . SIRT1 is the mammalian orthologue most highly related to Sir2 among the seven mammalian sirtuins; it exerts its biological function by deacetylating both histone and non-histone proteins [11, 12] . SIRT1 substrates vary from proto-oncogenes to tumour suppressors, including Myc, p53, nuclear factor kappa beta, Ku70, and forkhead transcription factor [11] . Additionally, overexpression of SIRT1 in tumour cells is correlated with silenced tumour suppressor genes, cancer resistance to chemotherapy and ionising radiation [13] .
SIRT1 has been implicated in the cell cycle, as well as apoptosis and cancer metastasis, but its exact role in carcinogenesis remains controversial [14] . Many studies have suggested a role of SIRT1 in tumorigenesis and metastasis [15] [16] [17] [18] . In an orthotopic xenograft model of hepatocellular carcinoma (HCC), SIRT1 knockdown resulted in 50% fewer animals developing tumours, and small molecule inhibitor cambinol treatment resulted in an overall lower tumour burden, suggesting that SIRT1 expression positively affects the growth of HCC [10] . SIRT1 overexpression is associated with a higher α-fetoprotein level, higher tumour grade, and absence of a β-catenin mutation [19] . SIRT1 expression predicts poor long-term survival in patients with resected HCC [20] . Silencing SIRT1 also suppresses non-small cell lung cancer (NSCLC) cell proliferation, induces senescence in a p27Kip1-dependent manner and dramatically suppresses tumour formation and proliferation in two distinct NSCLC xenograft mouse models [21] . Some studies show that transgenic Sirt1 expression is oncogenic in murine thyroid and prostate carcinogenesis initiated by Ptendeficiency, and that SIRT1 stabilises the c-MYC protein in cultured thyroid cancer cells [22] . The SIRT1 activator SRT1720 significantly increases the amount of vascular endothelial growth factor secreted by MDA-MB-231 cells and promotes migration of MDA-MB-231 cells. This indicates that SRT1720 promotes the pulmonary metastasis of breast cancer cells, while SIRT1 may be an important target for suppressing metastasis to the lung [23] . Experiments with a mouse model revealed that overexpression of SIRT1 enhanced HCC tumour metastasis in vivo and also significantly enhanced the invasive and metastatic potential of HCC cells by inducing the epithelial-mesenchymal transition (EMT) [24] . In addition, SIRT1 knockdown suppresses prostate tumour formation and inhibits metastasis to bone and liver [25] . Another study also showed that reducing SIRT1 expression decreases in vitro migration of prostate cancer cells and metastasis in immunodeficient mice, which was largely independent of any general effects of SIRT1 on prostate cancer growth and survival [26] .
Interestingly, some studies have claimed that SIRT1 inhibits tumour progression and invasion. Activating SIRT1 inhibits proliferation of Panc-PAUF cells by downregulating cyclin-D1, a β-catenin target molecule [27] . Ectopic overexpression of SIRT1 also greatly reduces proliferation of a human colon cancer cell line, with growth driven by active β-catenin [28] . Knockdown of SIRT1 by short hairpin RNA (shRNA) accelerates tumour xenograft formation in HCT116 cells, whereas SIRT1 overexpression inhibits tumour formation [29] . Reduced SIRT1 levels in HMLER breast cancer cells led to increased metastases in nude mice, and SIRT1 reduces the EMT in cancer and fibrosis by deacetylating Smad4 and repressing the effect of transforming growth factor-β signalling on matrix metalloproteinase-7 (MMP-7), a Smad4 target gene [30] . According to previous studies, it remains controversial whether SIRT1 acts as a tumour promoter or suppressor. In addition, research on Sirt1 in osteosarcoma, particularly osteosarcoma metastasis, remains very limited and there is much that needs to be investigated. To better understand the relationship between SIRT1 and osteosarcoma metastasis, we analysed several primary osteosarcoma tissues from patients and investigated the association between SIRT1 and osteosarcoma metastasis in vivo and in vitro. Here, we report that SIRT1 modulated osteosarcoma metastasis by regulating expression of metastaticassociated genes. Our study illustrates that high levels of SIRT1 may be a biomarker for a high metastatic rate in patients; furthermore, inhibiting SIRT1 could be a potent therapeutic intervention in patients with osteosarcoma.
RESULTS

Osteosarcoma cells are coupled with high expression levels of SIRT1 in vivo
We first evaluated the expression levels of SIRT1 in 33 primary osteosarcoma tissues, and their bone tissues, adjacent to the tumour obtained from patients by immunohistochemistry. The intensity and percentage of staining were determined. The SIRT1 immunohistochemical staining patterns were evaluated by an experienced pathologist and scored as: (1) Figure 1A illustrates four representative osteosarcoma cases with different SIRT1 expression levels. In addition, we found an inverse correlation between SIRT1 expression in different osteosarcoma tissues and their adjacent bone tissues, as indicated in Figure 1B . Therefore, the SIRT1 distributional patterns in all patient samples and the adjacent tumours were analysed: only 1 of 33 osteosarcoma cases (3%) demonstrated no SIRT1 expression in tumour tissues, whereas 29 samples (87.9%) showed intense SIRT1 immunoreactivity. In contrast, in 18 of 33 samples (54.5%) adjacent tumour tissues did not express SIRT1, and only 4 samples (12.1%) showed obvious SIRT1 expression ( Figure 1C ). Consequently, these results indicate that the SIRT1 expression was significantly upregulated in most osteosarcoma tissues compared with that of normal tissues.
SIRT1 expression is correlated with osteosarcoma metastasis in vivo
To assess the role of SIRT1 in osteosarcoma cells, we further analysed the survival and metastatic rates of 22 patients with osteosarcoma. As shown in Figure 2A , death rate did not increase in patients who expressed high levels of SIRT1, indicating that SIRT1 expression level may not be associated with survival rate. Interestingly, SIRT1 expression level and metastatic rate were correlated, as the metastatic rate increased from 0% (0/2) in the slightly strong group -and 20% (2/10) in the strong group -to 40% (4/10) in the very strong group. In addition, we also analysed SIRT1 gene expression in the Gene Expression Omnibus datasets. As indicated in Figure 2B , SIRT1 expression was significantly upregulated in high-risk patients with osteosarcoma compared with that of low-risk patients in the GSE21257 dataset using SurvExpress analysis immunohistochemical analyses of SIRT1 expression levels in human osteosarcoma tissues. Four representative cases were subjected to immunohistochemical staining using an anti-SIRT1 antibody, and cryosections were stained with haematoxylin and eosin. B. Representative immunohistochemical analyses of SIRT1 expression levels in human osteosarcoma and adjacent tumour tissues. C. SIRT1 expression levels in 33 detected osteosarcoma tumour and adjacent tissue samples were graded and summarised using pie charts. "-", negative expression; '-/+", slight expression; "+", strong expression; and "+", very strong positive expression.
(p = 1.15 × 10 -11 ). Although a high expression level of SIRT1 appeared to be associated with overall survival, no significant correlation was found (p = 0.1412) after the PROGgene V2 analysis ( Figure 2C ). These results demonstrate that elevated SIRT1 expression level may be associated with high metastatic risk in patients with osteosarcoma.
Primary osteosarcoma cells expressing higher SIRT1 levels have stronger migration ability
To better understand the correlation between SIRT1 expression and the invasion ability of osteosarcoma cells, we chose seven primary osteosarcoma cell samples, cultured from fresh biopsy tissue sections from patients with osteosarcoma, to detect SIRT1 protein expression levels. Our data revealed that three of the seven samples (MDOS-22, MDOS-19 and MDOS-21) expressed a much lower SIRT1 protein level than that in the other four samples (MDOS-16, MDOS-26, MDOS-14 and MDOS-27) ( Figure 3A , 3B). The Transwell migration assay was performed to evaluate the invasion ability of these cells. As shown in Figure 3C and 3D, MDOS-16, MDOS-26, MDOS-14 and MDOS-27 cells expressed relative high SIRT1 levels, and very strong invasion ability into the lower chamber of the Transwell, compared with those of low SIRT1-expressing cells (MDOS-22, MDOS-19, and MDOS-21). Therefore, SIRT1 may increase the migration capacity of osteosarcoma cells in vitro.
Consistent with this finding, the in vitro woundhealing assay revealed that primary osteosarcoma cells expressing higher levels of the SIRT1 protein (MDOS-16, MDOS-26, MDOS-14 and MDOS-27) exerted stronger wound-closure capability than those of low SIRT1-expressing cells (MDOS-22, MDOS-19 and MDOS-21) ( Figure 4A and 4B). Taken together, these results suggest that high SIRT1 expression is clearly associated with the metastatic potential of human primary osteosarcoma cells.
Figure 2: SIRT1 expression is correlated with osteosarcoma metastasis in vivo.
A. Death and metastatic rates of 22 patients with different SIRT1 expression grades were analysed. "-", negative expression; '-/+", slight expression; "+", strong expression; and "+", very strong positive expression. B. SIRT1 expression in patients with high-and low-risk osteosarcoma according to the GSE21257 dataset using a SurvExpress analysis. C. Relevance between SIRT1 expression level and patient overall survival using PROGgene V2 analysis. www.impactjournals.com/oncotarget
SIRT1 knockdown inhibits migration ability of osteosarcoma cells in vitro
To further address the effect and importance of SIRT1 in osteosarcoma cell migration and metastasis, we knocked down SIRT1 protein expression in osteosarcoma cells using shRNA. The KHOS/NP osteosarcoma cell line and the MDOS-14 primary osteosarcoma blast line were used in our study. Lentiviral transduction enabled stable downregulation of SIRT1 compared with that in vectortransduced cells in the KHOS/NP osteosarcoma cell line ( Figure 5A ). The Transwell migration assay showed that shRNA-SIRT1 (#1 and #2)-transduced KHOS/NP cells migrated less efficiently into the lower chamber of the Transwell compared with scrambled shRNA transduced control cells ( Figure 5B and 5C). Similar results occurred in the MDOS-14 primary osteosarcoma cell line. Two specific sequences against SIRT1 significantly inhibited endogenous SIRT1 expression in MDOS-14 cells ( Figure  5D ), and SIRT1 knockdown clearly inhibited the invasion ability of primary cells ( Figure 5E and 5F). Moreover, we also performed knockdown experiments in another two cell lines (HOS and U2OS) and overexpression experiments in three different osteosarcoma cell lines (HOS, U2OS and KHOS/NP cells). Similar results were observed. Overexpression of SIRT1 increases the migration ability of KHOS/NP, HOS and U2OS cells (Supplementary Figure S2) . Inversely, down-regulation of SIRT1 inhibits the migration of HOS and U2OS cells (Supplementary Figure S3A-S3C) . Therefore, our data suggest that the SIRT1 protein is required for migration of osteosarcoma cells in vitro.
Depleting SIRT1 reduces lung metastasis of osteosarcoma cells in mice
To further verify the effects of SIRT1 on migration and metastasis of KHOS/NP cells in vivo, we performed tail-vein xenografts in BALB/c (nu/nu) mice and examined the rates of lung colonisation. The flow chart for the experiment is displayed in Figure 6A . Scrambled or shRNA-SIRT1-transduced KHOS/NP cells (1 × 10 5 ) were injected intravenously into nude mice ( Figure 6B ). The mice were sacrificed 6 weeks later, and lung metastatic nodes were detected by H&E staining. In agreement with the in vitro results, the histological examination of lung tissues revealed that downregulating SIRT1 strongly reduced the number and size of lung metastatic nodes. Representative cases of H&E staining of lung from each mouse are shown in Figure 6C . As the data show, SIRT1 knockdown decreased the size of the lung metastatic nodes compared to that in the control group. Mice injected with SIRT1 knockdown cells formed a mean of only 10 metastatic nodes, whereas mice injected with control cells formed 10-60 metastatic nodes per lung (p < 0.01; Figure  6D ). Consistent with our in vitro data, SIRT1 knockdown inhibited lung metastasis of osteosarcoma cells in vivo.
Genomic changes in KHOS/NP cells following SIRT1 downregulation
Our investigation revealed that SIRT1 was crucial for osteosarcoma cells to migrate, and that deleting SIRT1 efficiently inhibited invasion of osteosarcoma cells. SIRT1 deacetylates histones, as well as a broad range of transcription factors and co-regulators, thereby regulating target gene expression [31, 32] . To gain insight into the mechanism of SIRT1 knockdown-induced inhibition of osteosarcoma cell migration, we performed a gene expression analysis with RNA extracted from KHOS/NP cells after they were transduced with shRNAs targeting SIRT1 (#1 and #2) or the scrambled control shRNA. Genes up-or downregulated by more than two-fold in the shRNA-SIRT1 groups were selected. Among these 38,400 transcripts, 3,275 (2,662 upregulated and 613 downregulated) genes displayed significant changes ( Figure 7A) . A David functional annotation clustering analysis further revealed that these altered genes were mainly involved in plasma membrane (1232/3,275), PDZ/DHR/GLGF (104/3,275), synapse and cell junction (426/3,275), fibronectin III (117/3,275), cytoskeletal protein binding (252/3275), cell-cell signalling (382/3275), glycoprotein and signal peptide (2658/3,275) and cell adhesion (334/3,275) ( Figure 7B ). The expression of metastatic-associated genes was further analysed, and 100 genes involved in cell metastasis were identified (Table 1) . These 100 altered genes were visualised with TreeView; 83 were identified as upregulated and 17 as downregulated ( Figure 7C and 7E) . Real-time polymerase chain reaction analysis was conducted to confirm the array results of several altered genes that regulated metastasis. As illustrated in Figure 7D and Supplementary Figure S3D , the expression of insulin-like growth factor-1, ITK, angiotensin II type 2 receptor, MMP2 and ERBB4 were significantly upregulated after depleting SIRT1. In contrast, the expression of mitogen-activated protein kinase kinase kinase 1 and CLAPS2 were obviously downregulated in SIRT1 knockdown cells ( Figure 7F and Supplementary Figure S3D ). Taken together, these data strongly indicate that SIRT1 knockdown has a profound activating effect on the translation of its downstream pathway, particularly that for migration and invasion.
DISCUSSION
Pulmonary metastasis has been recognised as the main cause of fatal outcomes in patients with osteosarcoma, but its molecular mechanism is rarely discussed [33] . In this study, we evaluated SIRT1 expression level in different clinical samples. Most osteosarcoma tumour tissues showed strong or very strong SIRT1 expression, whereas more than half of the adjacent tumour tissue samples did not express SIRT1. The correlation between SIRT1 expression and malignant tumours has been reported previously. Immunohistochemical expression of SIRT1 was evaluated in patients with diffuse large B-cell lymphoma (DLBCL), using a 2 mm tissue microarray core, and SIRT1 was expressed in 74% (77/104) of patients [34] . SIRT1 expression levels, in normal and breast tumour tissues from 28 patients with breast cancer, were evaluated to determine correlations with clinicopathological variables. These results also showed that SIRT1 expression was higher in tumour tissues than in matched normal tissues at the protein level, but not at the transcriptional level [35] . Taken together, SIRT1 may participate in tumour formation and progression in many different kinds of cancers. Furthermore, we analysed the association between SIRT1 expression and progression in patients with osteosarcoma; stronger SIRT1 expression was significantly correlated with a higher metastatic rate. A previous study reported that SIRT1 mRNA and protein are overexpressed in pancreatic cancer tissues, and increased SIRT1 expression was correlated with tumours from patients > 60 years of age, or with tumours > 4 cm, a higher TNM stage or the presence of lymph node or hepatic metastases [36] . We reported for the first time the association between increased SIRT1 expression and poor prognosis in patients with osteosarcoma. Moreover, SIRT1 may be a biomarker for diagnosing and predicting osteosarcoma metastasis. Further experiments were conducted to determine whether SIRT1 regulates the migration ability of osteosarcoma. Three of the seven primary cell lines tested demonstrated much lower SIRT1 protein expression than that of the other four ( Figures 3A and  B) . As expected, the three cell lines with lower SIRT1 expression demonstrated an obviously lower capacity for invasion and migration in the Transwell migration and wound healing assays ( Figures 3D and 4) . These results revealed the notable correlation between SIRT1 protein level and osteosarcoma metastatic ability, consistent with the analysis of patient progression. Interestingly, we also found that SIRT1 expression was not related to the sensitivity of osteosarcoma cells to chemotherapy (Supplementary Figure S1) . To confirm the key function of SIRT1 in osteosarcoma metastasis, we knocked down SIRT1 in the KHOS/NP osteosarcoma cell line and MDOS-14 primary cells. In line with our expectations, SIRT1 knockdown significantly reduced the ability of both cell types to migrate. Furthermore, a nude mice lung-metastasis model verified that deleting SIRT1 enabled a lower metastasis rate in vivo ( Figures  5 and 6 ). Thus, we report a crucial function of SIRT1 in osteosarcoma cell metastasis.
Although our results revealed that SIRT1 promoted invasion of osteosarcoma, several other studies have claimed that SIRT1 inhibits tumour progression. SIRT1 deacetylates β-catenin, suppresses its ability to activate transcription, drives cell proliferation and inhibits intestinal tumour formation in patients with colon cancer [28] . Moreover, inconsistent with our finding that stronger SIRT1 expression was coupled with a higher metastatic rate, another study reported that SIRT1 was overexpressed in 25% of stage I/II/ III colorectal adenocarcinomas, but was rarely found in advanced stage IV tumours; meanwhile, 30% of carcinomas showed lower than normal SIRT1 expression [29] . These inconsistent results appear to be due to the different characteristics of different tumours. No report has stated that SIRT1 inhibits tumour progression or metastasis. Therefore, our study is the first to reveal the important role of SIRT1 in the metastatic potential of osteosarcoma cells.
In summary, our study revealed, for the first time, a positive correlation between SIRT1 expression and metastatic rate in patients with osteosarcoma. Our data provide evidence for an important role of SIRT1 in promoting the metastasis of osteosarcoma, by regulating transcription of targeted genes. Therefore, SIRT1 deserves further study as a potential biomarker for diagnosing and predicting osteosarcoma metastasis. Our study also indicates a new opportunity to treat osteosarcoma metastasis by targeting SIRT1.
MATERIALS AND METHODS
Cell lines and plasmids
The KHOS/NP cell line was kindly provided by Dr. Lingtao Wu (University of Southern California, Los Angeles, CA, USA). All primary osteosarcoma blasts were from fresh biopsy tissue sections from patients with osteosarcoma, as described previously [37, 38] . All cells were cultured in DMEM or RPMI1640 medium supplemented with 10% foetal bovine serum (FBS) in a humidified atmosphere of 5% CO 2 at 37°C.
Human tissue specimens
Clinical samples were obtained from patients with osteosarcoma at the Second Affiliated Hospital of Zhejiang University, School of Medicine. Written informed consent from patients, and approval from the Institutional Research Ethics Committee of the hospital, were obtained prior to the use of their clinical materials for research purposes.
Lentivirus transduction
The shRNA-expressing lentiviral vector pGFP-V-RS against the SIRT1 gene was obtained from Origene (cat. #: TG309433; Rockville, MD, USA). The virus particles were harvested 48 h after transfecting 293FT cells. The cells were grown in 6-well plates at 60-70% confluency, and 1 mL of viral supernatant was added with 1 μL Polybrene for a stable transfection. www.impactjournals.com/oncotarget
Western blotting
Western blotting was conducted as reported previously. Antibody against SIRT1 was purchased from Cell Signaling Technology (Danvers, MA, USA). Antibody against β-actin was purchased from Santa Cruz Biotechnology (Santa Cruz, CA, USA). Western blots were visualised with horseradish peroxidase (HRP)-conjugated secondary antibodies (Jackson ImmunoResearch Laboratories Inc., West Grove, PA, USA) followed by enhanced chemiluminescence detection (Biological Industries USA Inc., Cromwell, CT, USA).
Immunohistochemistry
Human osteosarcoma tissues were embedded in paraffin. The slides were blocked with 3% hydrogen peroxide, preincubated in 20% normal goat serum, and probed with anti-SIRT1 followed by biotinylated secondary antibodies and HRP-conjugated avidin. SIRT1 was visualised with 3, 3′-diaminobenzidine.
Wound healing assay
MDOS-14, MDOS-16, MDOS-19, MDOS-21, MDOS-22, MDOS-26, and MDOS-27 primary osteosarcoma cells were seeded in 24-well plates and cultured to 70-80% confluency. Using a pipette tip, a straight scratch was made to represent an artificial wound. After 24 h, migration of cells across this artificial wound was assessed.
Cell migration assay
The cell migration assay was performed in a 24-well Transwell plate with 8 μm polycarbonate sterile membranes (Corning Inc., Corning, NY, USA). Cells (2 × 10 4 cells per insert) were plated in the upper chamber in 200 μL serum-free medium. The inserts were placed in wells containing 600 μL medium supplemented with 10% FBS, and the cells were allowed to migrate for 24 h. At the end of the culture period, the cells on the upper surface were detached with a cotton swab. The filters were fixed in 4% formaldehyde for 10 min, and cells in the lower filter were stained with 0.1% crystal violet for 15 min and counted. The results were calculated by counting three random fields of migrated cells.
Measurement of in vivo activity
Tumours were established via intravenous injection of lentivirus-transfected KHOS/NP cells (1 × 10 5 cells/ animal) into the tail of 3-to 4-week-old female BALB/c (nu/nu) mice (National Rodent Laboratory Animal Resource, Shanghai, China). After the mice were sacrificed, all lungs were dissected and fixed in formalin. Tissue sections (3 µm) were stained with haematoxylin/ eosin (H&E). The investigation conforms with the Guide for the Care and Use of Laboratory Animals published by the US National Institutes of Health (NIH Publication No. 85-23, revised 1996). The Animal Research Committee at Zhejiang University approved all animal studies, and animal care was provided in accordance with institutional guidelines.
Microarray analysis
The microarray analysis was performed as described previously [39] , using KHOS/NP cells subjected to GeneChip Human Genome U133 Plus 2.0 Array (Affymetrix, Santa Clara, CA, USA). RNAs were isolated, purified and quantified. Experimental procedures and quality controls for the GeneChip microarray were performed by Gene Tech Co. (Shanghai, China) according to the manufacturer's instructions. Expression levels of all genes were normalised using Partek GS6.5. The one-way analysis of variance (ANOVA) on normalised intensity with a p-value ≤ 0.5, followed by ratio change (≥ 2.0), was used to generate the list of genes with significant change. The microarray data of selected probe sets were subjected to cluster analysis using GeneCluster software (UC Berkeley & LBNL; Michael Eisen's lab).
Statistical analysis
Values for all samples were averaged, and the standard error or standard deviation of the mean was calculated. Differences between means were determined using the one-way analysis of variance (ANOVA), and a p-value < 0.05 was considered significant.
